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Hyper Transmissible Variant Quantification

The deletion of amino acid residues 69 and 70 in the spike protein has been shown to cause a 
conformation change to the spike protein and enhance viral infectivity and virus fitness (1).

Percentage of detected viruses with variant mutation

Viruses containing the N501Y mutation demonstrate higher affinity for receptors found on 
human cells (2). This mutation, also found in the South African variant, has profound effects on 

infectivity and is potentially involved in immune system evasion (1).

Mutation: Spike Protein N501Y

Percentage of detected viruses with variant mutation

Mutated Viral Copies per L wastewater at N501Y location:

Mutation: Spike Protein del69-70

Wuhan Viral Copies per Liter wastewater at del69-70 location:

Wuhan ("wt") Viral Copies per L wastewater at N501Y location:

Mutated  Viral Copies per Liter wastewater at del69-70 location:

Hyper Transmissible SARS-CoV-2 Variant in Sample

del69-70 detected

The UK Variant of the B.1.1.7 lineage accounts for an alarming increase in cases in parts of 
England. Viruses in this lineage have an unusually large number of mutations, particularly in 
the Spike protein, which is the part of the virus that binds human cells and intiates infection. 
Our test does not test for every mutation present in the UK variant, instead we target 2 key 

mutations that have been previously described to have biological effects that drive the hyper-
transmissibility of that UK variant. The presence of both of these mutations is a strong indicator 

that the UK variant or possibly another, related and yet to be defined hyper - transmissable 
variant is circulating within a community.

Telluride WWTP
2/10/2021 2/10/2021
Flow-proportional 24-hr composite

Sample Data Report

Report Generated:

Internal Sample ID: Internal Location ID:



COVID-19 testing in wastewater v2.0

2/18/2021

Quality Control Data

Data interpretation

X___________________________________
Dr. Rose T. Nash
Laboratory Director, GT Molecular

221 East Lincoln Avenue, Fort Collins, CO 80524 USA

1-970-498-1698 (U.S.A. and International)

Copyright © 2020 GT Molecular LLC. This document is confidential and is the property of GT Molecular LLC. Do not distribute without approval.

WWW.GTMOLECULAR.COM

We detected mutation del69-70 at a low frequency in this sample. We did not, however, detect 
the N501Y muttion which is a key signature of the B.1.1.7 lineage of hyper-transmissible 

variants. Because this mutation is known to drive a biological function, we advise continued 
monitoring.

ddPCR Negative Control
(Positive Droplets in NTC)

<1 0.00 PASS

Internal Process Control 
(% Viral Recovery)

>5% 27% PASS

ddPCR Positive Control
(Copies/Rxn)

>20 152 PASS

Metric Pass Criteria Measured Pass or Fail

F+ Prophage Concentration 
(copies/L)

Detection 1.07E+08 PASS
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